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Figure 1 



RPFHFINQTEPLVTHTQQPPSPAPGPASQ-GQRQGNTLLSPTPTLAVILVNPQRAPPVLP 



- ARATAKALRQPC YAG I FRN I EC-G PS PAAESLG FPKLRG- 
TRADAGERMA 



-MIGSVKRPVVSCVLPEFDFTESTGLGKKSSSVKLPVNFG AFG 

-MIAAGAKSLL GLSMASPK G IFD 
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SAA AAVAGISSSSSA 

GLTPSDAPLPALVIHGLTPRSSHSSAGLASDSGRREGEGRGARTHCHRGIGRWVRRRRRN 

TGLHCGRRGLVLVLRAKSKPIRAKEN — ASVSASLID-DWFKPITAKED S 

S E A VP VVAVAAGKQ P VNG 



SGG— GEVKLGFLAPIKATEGSKTSS — FQVNGKVDNFRHLQPSDCNSN-- 
SNSMSNSRSVVVVRACVSMDGSQTLS--HNKNGSIPEVKSI • 
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LVTSTVGKSTNILWHECAIGQKERQGLLNQKGCVVWITGLSGSGK 

GAAPGEAPHSPVKEKPVMSNIGKSTNILWHNCLIGQSDRQKLLGQKGCVVWITGLSGSGK 

SIVPKASNIFWHDCAVGQADRQKLLKQKGCVVWITGLSGSGK 

NAE-DRTSSFSGKNLTQMSNVGNSTNIMWHDCPIQKQDRQQLLQQQGCVIWLTGLSGSGK 
SAMAGIDKLVTSTVGKSTNVLWHDCPIGQFERQELLNQKGCWWITGLSGSGK 

DSSLNNCNGFPGKKILQTTTVGNSTNILWHKCAVEKSERQEPLQQRGCVIWITGLSGSGK 
NGHTGQKQGPLSTVGNSTNIKWHECSVEKVDRQRLLDQKGCVIWVTGLSGSGK 



181 240 
STLACALSRELHGRGHLTYVLDGDNLRHGLNRDLSFGAEDRAENIRRVGEVAKLFADAGL 
STLACALSRELHCRGHLTYVLDGDNLRHGLNRDLSFKAEDRAENIRRVGEVAKLFADAGV 
STLACTLDRELHTRGKLSYVLDGDNLRHGLNKDLGFKAEDRAENIRKVGEVAKLFXDASL 
STIACALSQSLHSKGKLSYILDGDNIRHGLNQDLSFRAEDRSENIRRIGEVAKLFADAGV 
STLACALSRELHSRGHLTYILDGDNLRHGLNRDLCFEAKDRAENIRRVGEVAKLFADAGL 

STLACALSRGLHAKGKLTYILDGDNVRHGLNSDLSFKAEDRAENIRRIGEVAKLFADAGV 
STLACALNQMLYQKGKLCYILDGDNVRHGLNRDLSFKAEDRAENIRRVGEVAKLFADAGI 
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VCIASLISPYRSDRSACRDLLPKHSFIEVFLDVPLQVCEARDPKGLYKLARAGKIKGFTG 
ICIASLISPYRRDRDACRALLPHSNFIEVFIDLPLKICEARDPKGLYKLARTGKIKGFTG 

VCIASFKSPYKRER 

ICITSLISPYQKDRDACRALLSKGDFIEVFIDVPLHVCEARDPKGLYKLARAGKIKGFTG 
ICIASLISPYRSERSACRKLLHNSTFIEVFLNVPLEVCEARDPKGLYKLARAGKIKGFTG 

RLARTGKIKGFTG 

ICIASLISPYRKPPDACRSLLPEGDFIEVFMDVPLKVCEARDPKGLYKLARAGKIKGFTG 
ICIASLISPYRTDRDACRSLLPEGDFVEVFMDVPLSVCEARDPKGLYKLARAGKIKGFTG 
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Figure 1 (cont'd.) 
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SEQ ID NO: 2 IDDPYEPPSDCEIVIQCKVGDCPSPESMAGHVVSYLETNGFLQD 

SEQ ID NO: 4 IDDPYEPPINGEIVIKMKDEECPSPKAMAKQVLCYLEENGYLQA 

SEQ ID NO: 6 ES 

SEQ ID NO: 8 IDDPYEPPCSCEIVLQQKGSDCKSPSDMAEEVISYLEENGYLRA 

SEQ ID NO: 10 IDDPYEAPSDCEIVIQCKAGDCATPKSMADQVVSYLEANEFLQE 

SEQ ID NO: 12 VDDPYESPVNSEIVIKMEGGECPSPfCAMAQQVLSYLEKNGYLQA 

SEQ ID NO: 13 IDDPYEPPLKSEIVLHQKLGMCDSPCDLADIVISYLEENGYLKA 

SEQ ID NO: 14 IDDPYEPPLNCEISLGREGG— TSPIEMAEKVVGYLDNKGYLQA 
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